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(57) ABSTRACT

The invention pertains to analyzing the levels of DNA
methylation at specific genetic loci to detect specific body
fluids, for example, vaginal secretions or vaginal epithelial
cells, semen or sperms, saliva or buccal epithelial cells, or
blood or blood cells. Particularly, the levels of methylation
of DNA at the genetic loci corresponding to SEQ ID NOs:
1, 6, 11, and 16 are used to detect vaginal secretions or
vaginal epithelial cells, semen or sperms, saliva or buccal
epithelial cells, and blood or blood cells, respectively. The
level of methylation at the specific loci can be determined by
high-resolution melt analysis (HRM) or sequencing of the
amplicons produced using specific primers designed to
amplify the specific loci. Kits containing the primers and
reagents for carrying out the methods disclosed herein are
also provided.
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